Abstract
Introduction
Foodborne infections caused by Salmonella spp. and Vibrio spp. are common and often result in gastroenteritis. In India and other countries, gastroenteritis is an important human infections and gets attention of public health authorizes during outbreaks (Kumar SG. et al., 2012 ; Scallan E, et al., 2005) . Foodborne outbreaks are mainly caused due to consumption of meat, egg, dairy, and plant products that may be contaminated at the different stages of production, processing and at the time of delivery. Salmonella enterica is one of the most common causes of human gastroenteritis. Salmonellosis is estimated to affect three billion people and to cause 200,000 deaths every year (Herikstad H. et al., 2002) . More than 2,500 serovars of S. enterica have been identified; most have been described as the cause of human infections, but only a limited number of serovars are of public health importance (Galanis E. et al., 2006) . S. enterica serovar Weltevreden (S. Weltevreden) has been reported as a frequent and increasingly common cause of human infection in the restricted areas of Southeast Asia including India (Bangtrakulnonth A. et Around 300 were referred to the Infectious Diseases Hospital (IDH), Kolkata and 248 people were admitted and rests were treated at home. Forty four stool samples were collected from the patients and sent to the laboratory for microbiological analysis. The sample collection was from the active surveillance of diarrheal infection at the IDH, in which every fifth patient will be enrolled followed by screening of more than 25 enteric pathogens from the stool samples.
Materials and Methods

Background
Processing of stools
Stool specimens were collected using sterile catheters and examined within 2 hrs in the laboratory for common enteric pathogens [Nair et al., 2010 , Panchalingam et al., 2012 . Briefly, stools were cultured on MacConkey, Xylose-lysine deoxycholate (XLD) and Hektoen enteric (HE) agars were used in the isolation of Escherichia coli, Shigella spp and Salmonella spp, respectively. Ryan medium and thiosulfate citrate bile-salts sucrose (TCBS) agar were using in the isolation of Aeromonas spp. and Vibrio spp., respectively. In addition to the direct plating, fecal samples were inoculated into selenite-F and alkaline peptone water for enrichment of Salmonella spp and Vibrio spp, and subcultured on XLD/HE and TCBS agar plates, respectively.
All the agar plates and enrichment broths were incubated at 37°C with appropriate incubation periods. In addition to the enteric bacteria, protozoans were detected by commercial kits 
Serotyping of salmonellae
Serotyping of Salmonella was done using a commercially available antisera test kit, following manufacturer's instructions (S&A Reagents Lab, Bangkok, Thailand).
PCR assays
Three typical lactose fermenting colonies confirmed as Escherichia coli by biochemical testing were tested in the multiplex PCR assay for the detection of three pathogroups of diarrheagenic E. coli (ETEC, EPEC and EAEC, Panchalingam et al., 2012). PCR was also performed to detect the V. fluvialis spp. by using the primers described previously (Chowdhury et al., 2011) . Template DNA was prepared with the growth of the test strains in Luria broth (Difco) supplemented with 3% NaCl. The bacterial cells were washed and resuspended the cell pellets in sterile distilled water. The cells were lysed and the DNA was denatured after boiling the cell suspension for 10 mins. Supernatant of this cell lysates were used as templates in the PCR assays. The PCR amplicons were electrophoresed in a 1% agarose gel stained in ethidium bromide and visualized under UV light using a gel documentation system (Geldoc 2000, BioRad, Hercules, CA).
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Antimicrobial susceptibility testing
Antimicrobial susceptibility testing was performed using disk diffusion method with commercially available discs such as ampicillin (10 µg 
Results
Of the 500 people attended Iftar ceremony, 400 developed typical clinical symptoms of diarrhea including watery stool, moderate dehydration, abdominal pain, vomiting and some with mild fever. Due to the severity diarrhea and dehydration, 248 patients were admitted in the IDH for treatment and fluid rectification. Thirty seven patients (84%) had vomiting and 34 (77%) and 24 (55%) had abdominal pain and tenesmus respectively. About 66% (29 patients) had the fever.
The age of the patients varied from 7 to 55 years and adult male (31 male and 13 female) were mostly infected than children. All the 400 patients eat the mutton ghogni which was cooked in an open ground under a tree by a caterer. After the consumption of food, diarrheal symptoms appeared between 8 and 10 hrs in all most all the cases. Most of the patients were recovered within 48 hrs, but two patients aged 7yrs and 12yrs were died due to other clinical complications.
All the admitted cases were treated with IVF or ORF depends on the severity and oral ciprofloxacin and metronidazole was given in divided doses.
Microbiological analysis of the 44 samples collected from the hospitalized patients revealed that 6 (13.6%) samples were positive for Salmonella enterica serovar Weltevreden, 5 (11.4%) for V. fluvialis and for both these pathogens (mixed infection) in 8 samples (18.2%). In addition, 2 samples each were positive for V. cholerae non-O1, non-O139 and EPEC and one for LT-ETEC.
In rest of the 20 samples, we could not identify any enteric pathogens. There is no correction between age group of the patient and prevalence of any pathogen.
The results of antimicrobial susceptibility testing of Salmonella Weltevreden showed that most of the strains susceptible to all the commonly used antibiotics except for erythromycin. In case 8 of V. fluvialis, most of the strains were resistance to co-trimoxazole and erythromycin. Three strains resistance to 8 or 9 antimicrobials (Table 1 ). The V. fluvialis strains did not harbor any virulence genes or the encoding regions of virulence associated genes of other vibiros including ctxA, tcpA, rtxA, TTSS, mshA, stn, tdh and trh. In the PFGE analysis of all the S. Weltevreden, exhibited identical XbaI profile and hence belongs to the single clone (Fig. 1) . However, they varied from profiles of strains isolated during 2010 and 2011 in Kolkata. Of the 11 V. fluvialis strains, 8 were found to be clonally related with overall similarity of 93% in the Cluster A (Fig.   2 ). One V. fluvialis strain isolated during 2008 from a diarrheal patient had close lineage with strain IDH453 (96%), IDH4535 and IDH 4536 (92%) in the Cluster B (Fig. 2) .
Discussion
Foodborne infections are still a major challenge in public health, especially while controlling the The duration of present outbreak of gastroenteritis was relatively short; affecting almost 80% people who attended ceremony and 60% of them were hospitalized. Based on the questioner, probable source of the infection is mutton ghogni that was consumed by almost all the patients than other food items. We could not obtain the served foods to identify the cause of this outbreak. Interestingly, the antimicrobial resistance not seen in S.Weltevreden strains as most the strains were susceptible for many drugs.
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PFGE is a high discriminatory molecular subtyping and is useful in identifying the clonality iof many bacterial pathogens (Swaminathan B. et al., 2001 ). In the PFGE, clonality of S.
Weltevreden was identical but differed with a strains isolated in this region during 2010 and 2011. Though the V. fluvialis strains shared more than 90% PFGE profile similarity, they were found to be in close lineage with a strains isolated in Kolkata during 2008.
In summary, we could identify the causative pathogens associated in this gastroenteritis using our existing surveillance system. However, proper planning should be in place for the identification of source of contamination and have the capability for performing case-control studies in the future outbreaks/epidemics.
